R2 R3 M1 M2 S1 S2 S3 R1 R2 R3 M1 M2 S1 S2 S3 Actinobacteria 11.5 9.1 8.7 3.7** 11.8 8.6 6.1 9.6 3.0 3.8 2.3 10.3 8.7 15.2**13.6**23.2** Actinobacteria 11.5 9.1 8.7 3.7** 11.8 8.6 6.1 9.6 3.0 3.8 2.3 10.3 8.7 15.2**13.6**23.2** Actinobacteridae 11.5 9.1 8.7 3.7** 11.8 8.6 6.1 9.6 3.0 3.8 2.3 10.3 8.7 15.2**13.6**23.2** Actinomycetales 11.5 9.1 8.1 3.7** 11.8 8.6 6.1 9.0 3.0 3.8 2.3 9.3 8.7 15.2**13.6**23.2** Corynebacterineae 4.5 3.0 3.5 0.6* 3.5 4.0 1.8 2.3 1.5 3.8 -5.2 7.2 13.0** 9.9** 21.1** Mycobacteriaceae 2.6 -0.6 ---* -0.6 -1.9 -5.2 -1.1 -1.1 Mycobacterium 2.6 -0.6 ---* -0.6 -1.9 -5.2 -1.1 -1.1 Nocardiaceae 1.9 3.0 2.9 0.6 3.5 4.0 1.8 1.7 1.5 1.9 --7.2 12.0** 8.6* 20.0** Rhodococcus 1.9 3.0 2.9 -3.5 4.0 1.2 1.7 1.5 1.9 --1.4 12.0** 8.6* 20.0** Nocardia ---0.6 18.6 15.8 9.2* 13.0 7.1** 9.1* 8.5** 6.8** -1.9 -3.1 -1.1 --Aquicella 18.6 15.8 9.2* 13.0 7.1** 9.1* 7.9** 6.8** -1.9 -3.1 -
.4 4.6** 8.6** 5.3** 1.1
.4 3.5* 4.9** 6.5** 1.7 1.2 3.4* 0.7 5.7* 4.7 - 
* and ** indicate statistical significance at the 5%and 1% levels (P < 0.05 and P < 0.01), respectively, based on the results of Fisher's exact test between R1 and other libraries.
b R, M and S stand for phenotypes of potato 8 genotypes which are resistant, medium resistant and susceptible to potato scab diseases, respectively. R1, R2, R3, M1, M2, S1, S2 and S3 are designated for clone libraries of 8 potato genotypes (Yukirasha, 02005-10, Snow March, Star Rubi, Snowden, Irish Cobbler, Toyoshiro, and Piruka, respectively). CD stands for the isolate collections derived a Sequences were grouped using the RDP Classifier of the Ribosomal Database Project-II release 11 with a confidence threshold of 80%.
Supplementary Table 2 . Relative abundance of clones in each library of 16S rRNA gene sequences for root-and tuber-associated bacteria of 8 potato genotypes Identity OTUs R1 a R2 R3 M1 M2 S1 S2 S3 R1 R2 R3 M1 M2 S1 S2 S3 Closest known species
Afipia broomeae 97 HF558416 AP10 0.6 1.2 1.7 -2.4 2.9 2.4 3.4 0.7 1.9 -1.0 -1.1 --Tardiphaga robiniae 100
Rhizobium radiobacter 100 KF673154 AP27 0.6 2.4 9.8 5.6 4.1 11.4 1.8 8.5 --2.3 -2.9 5.4 3.7 3.2 Rhizobium radiobacter 100
Rhizobium tubonense 100 HM070185 AP31 1.9 4.2 2.9 4.3 2.4 2.9 3.7 2.3 1.5 1.9 --1.4 1.1 4.9 1.1 Rhizobium etli
Comamonas jiangduensis 93 KJ726553 BP8 0.6 3.0 -1.9 0.6 4.0 2.4 1.1 -1.9 ---3.3 2.5 -Polaromonas rhizosphaerae
-0.6 0.6 1.2 1.8 0.6 0.6 0.6
Reltative abundnce in clone libraries (%) Root Tuber
Legionella hackeliae 88 NR_104894 GP17 1.9 0.6 4.0 -0.6 -0.6 ---------Natronocella acetinitrilica 87 NR_044087 GP18 0.6 0.6 0.6 0.6 -
Aquicella siphonis 91 AY359284 GP37 10.9 0.6**0.6** -** 1.2**3.4**1.2**1.7** --
Aquicella siphonis 93 NR_025764 GP47 5.8 13.9* 8.1 11.7 4.1 2.3 3.7 2.8 -1.9 -1.0 -
Pseudomonas putida 97 EU601175 GP110 -0.6 1.7 1.2 1.2 0.6 0.6 1.1 0.7 3.8 --4.3 --4.2 Pseudomonas koreensis 100
Pseudomonas abietaniphila 99 NR_041952 GP112 -1.8 1.7 0.6 -0.6 0.6 1.7 --4.7 ---1.2 -Pseudomonas arsenicoxydans 100
Paenibacillus xylanexedens 98 JX035957 FM12 5.8 1.2* 2.9 6.8 8.2 5.7 2.4 4.5
Paenibacillus terrigena 91 GQ284528 FM20 8.3 5.5 4.6 6.8 2.9 1.1 7.3 4.5 1.5 3.8 -2.1 1.4 3.3 -1.1 Paenibacillus alginolyticus 99 NR_040893 FM21 2.6 1.2 0.6 0.6 -1.1 -0.6
Bacillus shackletonii 98 HF584959 FM41 2.6 5.5 3.5 2.5 -1.7 5.5 5.1 31.1 26.4 60.5* 36.1 27.5 16.3*7.4** 25.3 Bacillus halmapalus 100
Arthrobacter cryoconiti 96 NR_108846 AC5 1.3 1.8 1.7 1.9 2.4 1.7 1.2 1.7 0.7 --1.0 -1.1 1.2 2.1 Arthrobacter nicotinovorans 100
Smaragdicoccus niigatensis 99 NR_041353 AC24 1.9 3.0 2.9 -3.5 2.9 1.2 1.7 1.5 1.9 --1.4 12.0**8.6**20.0** Rhodococcus baikonurensis 100 
